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<130> Sequences 

<140> 
10 <141> 

<150> FR9812754 

<151> 1998-10-12 

15 <160> 33 

<170> Patentln Ver. 2.1 

<210> 1 

20 <211> 23 

<212> DNA 

<213> Artificial sequence 
<220> 

25 <223> Artificial sequence description: oligonucleotide 

<400> i 

agatctgtat ggaggagccg cag 23 



<210> 



2 



30 ■ <211> 



29 



<212> 



DNA 



<213> 



Artificial sequence 



<220> 



9 



15 



<223> Artificial sequence description: 3 '-393 
oligonucleotide (p53) 

<400> 2 

agatcccatc agtctgagtc aggcccttc 

<210> 3 
<211> 15 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Artificial sequence description: 3' H175 
oligonucleotide 

<400> 3 

ggggcagtgc ctcac 



<210> 4 

<211> 15 

<212> DNA 

20 <213> Artificial sequence 

<220> 

<223> Artificial sequence description: 3' W248 
oligonucleotide 

25 

<400> 4 

gggcctccag ttcat 

<210> 5 

<211> 15 

3 0 <212> DNA 

<213> Artificial sequence 



<220> 



<223> Artificial sequence description: 3' H273 
oligonucleotide 



<400> 5 

acaaacatgc acctc 



<210> 6 
<211> 15 
<212> DNA 

<213> Artificial sequence 

10 

<220> 

<223> Artificial sequence description: 3' G281 
oligonucleotide 

<400> 6 

gcgccggccc ctccc 



15 



<210> 7 

<211> 23 

<212> DNA 

20 <213> Artificial sequence 

<220> 

<223> Artificial sequence description: 5' -73 
oligonucleotide 

25 

<400> 7 

agatctgtgc ggcccctgca cca 

<210> 8 

<211> 1021 

30 <212> DNA 

<213> Artificial sequence 



<220> 

<221> CDS 



<222> (1) . . (885) 



<220> 

<223> Artificial sequence description: murine MBP1 
C-term fragment 



<400> 8 

tgc acc tgc cct gat get tac cga aaa att gga ccc gaa tgt gtg gac 
Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro Glu Cys Val Asp 



ata gat gag tgt cgt tac cgc tat tgc cag cat cga tgt gcg aac ctg 
lie Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg Cys Val Asn Leu 



ccg ggc tec ttc cga tgc cag cgt gag cca ggc ttc cag ttg gga cct 
Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly Pro 



aac aac cgc tct tgt gtg gat gtg aat gag tgt gac atg gga gec cca 
Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Gly Ala Pro 



tgt gag cag cgc tgc ttc aac tec tat ggg acc ttc ctg tgt cgc tgt 
Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg Cys 



aac cag ggc tat gag ctg cac egg gat ggc ttc tec tgc age gat ate 
Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp lie 



gat gag tgc ggc tac tec agt tac etc tgc cag tac cgc tgt gtc aac 
Asp Glu Cys Gly Tyr Ser Ser Tyr Leu Cys Gin Tyr Arg Cys Val Asn 
100 105 110 

gag cca ggc cga ttc ccc tgt cac tgc cca caa ggc tac cag ctg ctg 
Glu Pro Gly Arg Phe Ser Cys His Cys Pro Girt Gly Tyr Gin Leu Leu 
US 3.20 125 

get aca agg etc tgc caa gat att gac gag tgt gaa aca ggt gca cac 
Ala Thr Arg Leu Cys Gin Asp lie Asp Glu Cys Glu Thr Gly Ala His 
130 135 140 

caa tgt tct gag gec caa acc tgt gtc aac ttc cat ggg ggt tac cgc 
Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr Arg 
1^5 150 i5S 160 

tgt gtg gac acc aac cgt tgc gtg gag ccc tat gtc caa gtg tea gac 
Cys Val Asp Thr Asn Axg Cys Val Glu Pro Tyr Val Gin Val Ser Asp 
165 170 175 

aac cgc tgc etc tgc ccc gec ,tcc aat ccc etc tgt cga gag cag cct 
Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
160 185 190 

tea tec att gtg cac cgc tac atg age ate acc tea gag cga agt gtg 
Ser Ser lie Val Kis Arg Tyr Met Ser lie Thr Ser Glu Arg Ser Val 
195 200 205 



cct get gac gtg ctt cag ate cag gca acc tct gtc tac cct ggt gec 672 



m 



6 



Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val Tyx Pro Gly Ala 
210 215 220 

tac aat gcc ttt cag acc cgt tct gga aac aca cag ggg gac tec tac 72 0 
Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin Gly Asp Phe Tyr 
225 230 235 240 

ate agg caa ate aac aat gtc age gcc atg ctg gtc etc gcc agg cca 758 
He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Axg Pro 
245 250 255 

gtg acg gga ccc egg gag tac gtg ctg gac ctg gag atg gtc acc atg 816 
Val Thr Gly Pro Arg Giu Tyr Val Leu Asp Leu Giu Met Val Thr Met 
260 265 270 

aat tec ctt atg age tac egg gcc age tct gta ctg aga ccc acg gtc 864 
Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 
275 230 285 

ttt gtg gga gcc tat acc ttc tgaagaccct cagggaaggg ccatgtgggg 915 
Phe Val Gly Ala Tyr Thr Phe 
290 295 

gccccttccc cctcccatag cttaagcagc cccgggggcc tagggatgac cgttctgctt 975 

aaaggaacta tgatgtgaag gacaataaag ggagaaagaa ggaaaa 1021 



<210> 9 
<211> 295 
5 <212> PRT 

<213> Artificial sequence 

<223> Artificial sequence description: murine MBP1 
C-term fragment 



<400> 9 

Cys Thr Cys Pro Asp Gly Tyr Arg Lys He Gly Pro Glu Cys Val Asp 
15 10 15 

He Asp Glu Cya Arg Tyr Arg Tyr Cys C-ln His Arg Cys Val Asn Leu 
20 25 30 

Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly Pro 
35 40 45 

Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Gly Ala Pro 
50 55 60 

Cys Glu Gin Arg Cya Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg Cys 



Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp He 
85 90 95 

Asp Glu Cys Gly Tyr Ser Ser Tyr Leu Cya Gin Tyr Arg Cys Val Asn 
100 105 ' no 

Glu_Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu Leu 
115 120 125 

Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu Thr Gly Ala His 
13 0 ~ 135 140 

Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr Arg 
145 150 155 ISO 

Cys Val Asp Thr Aan Arg Cys Val Glu Pro Tyr Val Gin Val Ser Asp 
165 170 

Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
180 185 130 

Ser Ser He Val Kis Arg Tyr Met Ser lie Thr Ser Glu Arg Ser Val 
0.95 200 205 

Pro Ala Asp val Phe Gin lie Gin Ala Thr Ser Val Tyr Pro Gly Ala 

210 215 220 

Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin Gly Asp Phe Tyr 

225 230 235 240 

He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg Pro 
245 250 255 

Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Mec Val Thr Met 
260 2S5 270 

Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 
275 280 285 

Phe Val Gly Ala Tyr Thr Phe 
290 



<210> 10 
<211> 39 
<212> DNA 

<213> Artificial sequence 

5 

<220> 

<223> Artificial sequence description: 5' c-myc 
oligonucleotide 

<400> 10 

^ gatccatgga gcagaagctg atctccgagg aggacctga 

<210> 11 
<211> 39 
<212> DNA 

<213> Artificial sequence 

15 

<220> 

<223> Artificial sequence description: 3' c-myc 

oligonucleotide 
<400> 11 

20 

gatctcaggt cctcctcgga gatcagcccc cgctccatg 

<210> 12 
<211> 45 

2 5 <212> DNA 

<213> Artificial sequence 

<220> 

<223> Artificial sequence description: 5' MCS 

3 0 oligonucleotide 

<400> 12 

gacctcggtc gacctgcatg caattcccgg gtgcggccgc gagcc 



35 



<210> 13 
<211> 37 



<212> 
<213> 



DNA 

Artificial sequence 



<220> 

<223> Artificial sequence description: 3' MCS 
oligonucleotide 

c400=- 13 

cgcggccgca cccgggaatt gcatgcaggt cgaccga 

<210> 14 
<211> 22 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Artificial sequence description: 3' mMBPl 
oligonucleotide 

<40Q> 14 

cggtaccggc agaggcaact gg 



<210> 15 

<211> 1513 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> CDS 

<222> (49).. (1377) 

<220> 

<223> Artificial sequence description: murine MBP1 
{complete sequence) 

<400> 15 

gctgcggcag aaacccctga cccccgccca ccacctccca gcctcagg acg etc cct 

Met Leu Pro 



Etc gcc tec tgc etc ccc ggg tct ttg ctg etc egg gcg ttt ctg ctg 
Phe Ala Ser Cys Leu Pro Giy Ser Leu Leu Leu Trp Ala Phe Leu Leu 



ttg etc ttg gga gca gcg tec cca cag gat ccc gag gag ccg gac age 
Leu Leu Leu Gly Ala Ala Ser Pro Gin Asp Pro Glu Glu Pro Asp Ser 



tac acg gaa tgc aca gac ggc tat gag egg gat gca gac age cag cac 
Tyr Thr Glu Cys Thr Asp Gly Tyr Glu Trp Asp Ala Asp Ser Gin His 



tgc egg gat gtc aac gac tgc ctg acc ate ccg gag get tgc aag ggt 
Cys Arg Asp Val Asn Glu Cys Leu Thr lie Pro Glu Ala Cys Lys Gly 



gag atg aaa tgc ate aac cac tac ggg ggc tat ttg tgt ctg cct cgc 
Glu Met Lys Cys He Asn His Tyr Gly Gly Tyr Leu Cys Leu Pro Arg 



tct get gcc gtc ate agt gat etc cat ggt gaa gga cct cca ccg cca 
Ser Ala Ala Val lie Ser Asp Leu His Gly Glu Gly Pro Pro Pro Pro 



gcg gcc cat get caa caa cca aac cct tgc ccg cag ggc tac gag cct 

Ala Ala His Ala Gin Gin Pro Asn Pro Cys Pro Gin Gly Tyr Glu Pro 

100 105 110 115 

gat gaa cag gag age tgc gtg gat gtg gac gag tgt acc cag get ttg 

Asp Glu Gin Glu Ser Cys Val Asp Val Asp Glu Cys Thr Gin Ala Leu 

120 125 130 

cat gac tgt cgc cct agt cag gac tgc cat aac ctt cct ggc tec tac 

His Asp Cys Arg Pro Ser Gin Asp Cys His Asn Leu Pro Gly Ser Tyr 

135 140 145 

cag tgc acc tgc cct gat ggt tac cga aaa act gga ccc gaa tgt gtg 

Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro Glu Cys Val 

150 1SS 160 

gac ata gat gag tgt cgt tac cgc tat tgc cag cat cga tgt gtg aac 

Asp He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg Cys Val Asn. 

155 170 175 

ctg ccg ggc tct ttt cga tgc cag tgt gag cca ggc ttc cag ttg gga 

Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly 

-30 185 190 195 

cct aac aac cgc tct tgt gtg gat gtg aat gag tgt gac atg gga gee 

Pro Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Giy Ala 

200 205 210 

cca tgt gag cag cgc tgc ttc aac tec tat ggg acc ttc ctg tgt cgc 

Pro Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg 

215 220 225 

tgc aac cag ggc tat gag ctg cac egg gat ggc ttc tec tgc age gat 

Cys Asn Gin Gly Tyr Glu Leu Kis Arg Asp Gly Phe Ser Cys Ser Asp 



ate gac gag tgc ggc tac tec agt tac etc tgc cag tac cgc tgc gec 
He Asp Glu Cya Gly Tyr Ser Ser Tyr Leu Cys Gin Tyr Arg Cys Val 
24S 250 255 

aac gag cca ggc cga ttc tec tgt cac tgc cca caa ggc tac cag ctg 
Asn Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu 
260 2S5 270 275 

ctg get aca agg etc tgc caa gac art gac gag tgt gaa aca ggt gca 
Leu Ala Thr Arg Leu Cys Gin Asp lie Asp Glu Cya Glu Thr Gly Ala 
280 235 290 

cac caa tgt tct gag gec caa acc tgc gtc aac ttc cat ggg got tac 
His Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr 
295 300 305 

cgc tgt gtg gae acc aac cgt tgt gtg gag ccc tat gtc caa gtg tea 
Arg Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr Val Gin Val Ser 
310 315 320 

gac aac cgc tgc etc tgc cct gec tec aat ccc ctt tgt cga gag cag 
Asp Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin 
325 330 335 

cct tea tec att gtg cac cgc tac atg age ate acc tea gag cga agt 
Pro Ser Ser He Val His Arg Tyr Met Ser Ha Thr Ser Glu Arg Ser 
340 345 350 355 

gtg cct get gac gtg ttt cag ate cag gca acc tct gtc tac cct ggt 
Val Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val Tyr Pro Gly 
3S0 365 370 

gec tac aat gee ttt cag ate cgt tct gga aac aca cag ggg gac ttc 
Ala Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin Gly Asp Phe 
375 3S0 38S 

tac att agg caa ate aac aat gtc age gee atg ctg gtc etc gee agg 
Tyr He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg 
390 395 400 

cca gtg acg gga ccc egg gag tac gtg ctg gac ctg gag atg gtc acc 
Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr 
405 410 415 

atg aat tec ctt atg age tac egg gec age tct gta ctg aga etc acg 
Met Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr 



gtc ttt gtg gga gec tat acc ttc tgaagaccct cagggaaggg ccatgtgggg 1407 
Val Phe Val Gly Ala Tyr Thr Phe 
440 

gccccttccc cctcccatag cttaagcagc cccgggggcc tagggatgac cgttctgctt 1467 



laggaacta cgatgtgaag gacaaeaaag ggagaaagaa ggaaaa 



1513 



12 



<210> 
<211> 
<212> 
<213> 
5 <223> 



16 

443 

PRT 

Artificial sequence 

Artificial sequence description: murine MBP1 
(complete sequence} 



<400> 16 

Met Leu Pro Phe Ala Ser Cys Leu Pro Gly Ser Leu Leu Leu Trp Ala 
15 10 15 

Phe Leu Leu Leu Leu Leu Gly Ala Ala Ser Pro Gin Asp Pro Glu Glu 

20 25 30 

Pro Asp Sez Tyr Thr Glu Cys Thr Asp Gly Tyr Glu Trp Asp Ala Asp 
35 40 45 

Ser Gin His Cys Arg Asp Val Asn. Glu Cys Leu Thr He Pro Glu Ala 
50 55 60 

Cys Lys Gly Glu Met Lys Cys lis Asn Kis Tyr Gly Gly Tyr Leu Cys 
65 70 75 80 

Leu Pro Arg Ser Ala Ala Val lie Ser Asp Leu His Gly Glu Gly Pro 



Pro Pro Pro Ala Ala Kis Ala Gin Gin Pro Asn Pro Cys Pro Gin Gly 
100 105 110 

Ty_r_. Glu Pro Asp Glu Gin Glu Ser Cys Val Asp Val Asp Glu Cys Thr 
115 120 125 

Gin Ala Leu Kis Asp Cys Arg Pro Ser Gin Asp Cys Kis Asn. Leu Pro 
130 135 140 

Gly Ser Tyr Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys He Gly Pro 
145 150 is? ISO 

Glu Cys Val Asp He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin Kis Arg 
165 170 175 

Cys Val Asn Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe 
180 185 190 

Gin Leu Gly Pro Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp 
195 200 205 

Met Gly Ala Pro Cys Glu Gin. Arg Cys Phe Asn. Ser Tyr Gly Thr Phe 
210 215 220 

Leu Cys Arg Cys Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser 
225 230 235 240 

Cys Ser Asp He Asp Glu Cys Gly Tyr Ser Ser Tyr Leu Cys Gin Tyr 
245 250 255 

Arg Cys Val Asn Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly 
260 255 210 



14 



Tyr Gin Leu Leu Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu 
275 280 285 

Thr Gly Ala His Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His 
290 2SS 300 

Gly Gly Tyr Arg Cys Val Asp Thr Asn. Arg Cys Val Glu Pro Tyr Val 
305 310 315 320 

Gin Val Ser Asp Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys 
325 330 335 

Arg Glu Gin Pro Ser Ser lie Val His Arg Tyr Met Ser He Thr Ser 
340 315 350 

Glu Arg Ser Val Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val 
355 360 365 

Tyr Pro Gly Ala Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin 
370 375 330 

Gly Asp Phe Tyr lie Arg Gin He Asn Asn Val Ser Ala Mec Leu Val 
385 390 395 400 

Leu Ala Arg Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu 
4CS 410 415 

Met Val Thr Met Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu 
420 425 430 

Arg Leu Thr Val Phe Val Gly Ala Tyr Thr Phe 

435 440 

17 
21 
DNA 

Artificial sequence 



Artificial sequence description: 3' hMBPl 
oligonucleotide 



<210> 
<211> 
<212> 
<213> 

<220> 
<223> 



<400> 17 

ctccgctccg aggcgatggt c 



<210> 18 

<211> 21 

<212> DNA 

<213> Artificial sequence 



15 



<220> 

<223> Artificial sequence description: 5' hMBPl 
oligonucleotide 

5 

<4Q0> IS 

tgtagctace ccagctacct c 



<210> 
<211> 
10 <212> 
<213> 



19 

1122 
DNA 

Artificial sequence 



<220> 

<223> Artificial sequence description: human MBP1 cDNA 
15 (partial sequence) 



<400> 19 

aagccagccg agccgccaga gccgcgggcc 
gctcccccgc gcctcctgcc tacccgggtc 
cttgggatca gcttctcctc aggattctga 
tggctatgag tgggacccag acagccagca 
ccctgaggcc tgcaaggggg aaatgaagtg 
gccccgctcc gctgccgtca tcaacgacct 
tcccgctcaa caccccaacc cctgcccacc 
tgtggatgtg gacgagtgtg cccaggccct 
taactcgcct ggctcccatc agtgcacccg 
gtgtgtggac atagacgagc gccgccaccg 
tggctccttc cgctgccagt gcgagccggg 
tgtcgacgtg aacgagcgtg acatgggggc 
tgggaccttc ctgtgtcgct gccaccaggg 
cagtgatatt gatgagtgta gccaccccag 
gccaggccgt tcctcccgcc actgcccaca 
ccaagacatt gatgagcgtg agt.ccggtcc 
caactcccat gggggctacc gctgcgtgga 
ggtctctgag aaccgccgcc Cctgcccggc 
atccattgcg caccgccaca tgaccatcac 



gcgggggtgt cgcgggccca accccaggat SO 
tctactgctc tgggcgctgc tactgttgct 12 0- 
agagcccgac agctacacgg aatgcacaga 18 0 
ccgccgggat gtcaacgagt gtctgaccat 24 0 
catcaaccac cacgggggcc acttgtgcct 300 
acacggcgag ggacccccgc caccagtgcc 3 GO 
aggccacgag cccgacgatc aggacagctg 4 20 
gcacgactgt cgccccagcc aggactgcca 4S0 
ccctgatggt taccgcaaga tcgggcccga 54 0 
ctaccgccag caccgctgcg tgaacccgcc S00 
ctcccagctg gggcccaaca accgctcctg 660 
cccacgcgag cagcgctgct tcaactccta 720 
ccatgagctg catcgggatg gcttctcctg 780 
ccacctctgc cagtaccgct gcgtcaacga 840 
gggtcaccag ctgctggcca cacgcccctg 900 
gcaccagtgc ^ccgaggccc aaacctgtgc 9S0 
caccaaccgc tgcgtggagc cctacatcca 1020 
ccccaaccct ctatgtcgag agcagccttc 1080 
ctcggagcgg ag 1122 



<210> 


20 


<211> 


684 


<212> 


DNA 


<213> 


Artificial 



<220> 



<223> Artificial sequence 
(partial sequence) 

<400> 20 

cgcagctacc ccagctacct ctgtcagtac 
tgccactgcc cacagggtta ccagccgctg 
tgtgagtccg gtgcgcacca gtgccccgag 
taccgctgcg tggacaccaa ccgcrgcgtg 
tgtccccgcc cggcctccaa ccccctatgc 
cacacgacca tcacctcgga gcggagcgtg 
tccgcctacc ccggtgccta caacgccttt 
ttttacatta ggcaaatcaa caacgtcagc 
ggcccccggg agtacgcgct ggacctggag 
cgggccagct ctgtactgag gctcaccgtc 
99 a gggagce accccccctg cagctaccct 
gagaaaggca ataaagggag aaag 



16 



description: human MBP1 cDNA 



cgctgcgtca acgagccagg ccgcttctcc 60 
gccacacgcc tctgccaaga catcgacgag 12 0 
gcccaaacct gcgtcaactt ccatgggggc 180 
gagccctaca tccaggtctc tgagaaccgc 240 
cgagagcagc cttcatccat tgtgcaccgc 300 
cccgctgacg cgtcccagac ccaggcgacc 360 
cagacccgtg ctggaaactc gcagggggac 42 0 
gccacgctgg tcctcgcccg gccggcgacg 4 80 
atggtcacca tgaattccct catgagctac 540 
tttgtagggg cctacacctt ctgaggagca 600 
agctgaggag ccrgttgcga ggggcagaat 660 
684 



<210> 21 

<211> 1480 

<212> DNA 

10 <213> Artificial sequence 



<220> 

<221> CDS 

<222> (59) . . (1387) 

<220> 

<223> Artificial sequence description: human MBP1 
(complete sequence) 



<400> 21 

aagccagccg agccgccaga gccgcgggcc gcgggggtgt cgcgggccca accccagg 

atg etc ccc tgc gec tec tgc eta ccc ggg tct eta ctg etc tgg gcg 
Met Leu Pro Cys Ala Ser Cys Leu Pro Gly Ser Leu Leu Leu Trp Ala 



ctg eta ctg ttg etc ttg gga tea get tct cct cag gat tct gaa gag 
Leu Leu Leu Leu Leu Leu Gly Ser Ala Ser Pro Gin Asp Ser Glu Glu 



ccc gac age tac acg gaa tgc aca gat ggc tat gag tgg gac cca gac 
Pro Asp Ser Tyr Thr Glu Cys Thr Asp Gly Tyr Glu Trp Aap Pro Asp 



age cag cac tgc egg gac gtc aac gag tgt ctg ace ate cct gag gec 
Ser Gin His Cys Arg Asp Val Asn Glu Cys Leu Thr He Pro Glu Ala 



tgc aag ggg gaa atg aag tgc ate aac cac tac ggg ggc tac ttg tgc 
Cys Lys Gly Glu Met Lys Cys He Asn His Tyr Gly Gly Tyr Leu Cys 



ccc cgc tec get gee gtc ate aac gac eta cac ggc gag gga ccc 
Pro Arg Ser Ala Ala Val He Asn Asp Leu His Gly Glu Gly Pro 



ccg cca cca gtg ccc ccc get caa cac ccc aac ccc tgc cca cca ggc 
Pro Pro Pro Val Pro Pro Ala Gin His Pro Asn Pro Cys Pro Pro Gly 
100 105 110 

tat gag ccc gac gat cag gac age tgt gtg gat gcg gac gag tgt gee 
Tyr Glu Pro Asp Asp Gin Asp Ser Cys Val Asp Val Aap Glu Cys Ala 
115 120 125 

cag gee ctg cac gac tgt cgc ccc age cag gac tgc cat aac ttg cct 
Gin Ala Leu Hia Asp Cys Arg Pro Ser Gin Asp Cys His Asn Leu Pro 
130 135 140 

ggc tec tat cag tgc acc tgc cct gat ggt tac cgc aag ate ggg ccc 
Gly ser Tyr Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro 

145 ISO 155 160 

gag tgt gtg gac ata gac gag tgc cgc tac cgc tac tgc cag cac cgc 
Glu Cys Val Asp He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg 
165 170 175 

tgc gtg aac ctg cct ggc tec ttc cgc tgc cag tgc gag ccg ggc etc 



Cys Val Asn Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phs 
130 185 190 

cag ctg ggg cct aac aac cgc tec cgc gtt gat gtg aac gag tgt gac 
Gin Leu Gly Pro Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp 
195 200 205 

afcg ggg gec cca tgc gag cag cgc tgc tec aac tec tat ggg acc ttc 
Met Gly Ala Pro Cys Glu Gin Arc Cys Phe Asn Ser Tyr Gly Thr Phe 
210 215 220 

ctg tgt cgc tgc cac cag ggc tac gag ctg cat egg gat ggc ttc tec 
Leu. Cys Arg Cys His Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser 
225 230 235 " ' 240 

tgc agt gat act gat gag tgt age tac tec age tac etc tgt cag tac 
Cys Ser Asp lie Asp Glu Cys Ser Tyr Ser Ser Tyr Leu Cys Gin Tyr 
245 250 ' 255 

cgc tgc gtc aac gag cca ggc cgt tec tec tgc cac tgc cca cag gge 
Arg Cys Val Asn Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly 
260 2S5 270 

tac cag ctg ctg gec aca cgc etc tgc caa gac att gat gag tgt gag 
Tyr Gin Leu Leu. Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu 
275 280 285 

tct ggt gcg cac cag tgc tec gag gec caa ace tgt gtc aac ttc cat 
Ser Gly Ala His Gin Cys Ser Glu Ala Gin Thr Cys Val Aan Phe Hib 

290 295 300 

999 ggc tac cgc tgc gtg gac acc aac cgc tgc gtg gag ccc tac ate 
Gly Gly Tyx Arg Cys Val Asp Thr Asn Axg Cys Val Glu Pro Tyr lie 
305 310 315 320 

cag gtc tct gag aac cgc tgt etc tgc ccg gec tec aac cct eta tgt 
Gin Val Ser Glu Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys 

325 330 335 

cga gag cag cct tea tec att gtg cac cgc tac acg acc ate acc teg 
Arg Glu Gin Pro Ser Ser He Val Hj.s Arg Tyr Met Thr He Thr Ser 
340 345 350 

gag egg age gtg ccc get gac gtg ttc cag ate cag gcg acc tec gtc 
Glu Arg Ser Val Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val 
355 360 365 

tac ccc ggt gee tac aat gec ttt cag ate cgt get gga aac teg cag 
Tyr Pro Gly Ala Tyr Asn Ala Phe Gin He Arg Ala Gly Aan Ser Gin 
370 375 380 

ggg gac ttt tac att agg caa ate aac aac gtc age gec atg ctg gtc 
Gly Asp Phe Tyr lie Arg Gin lie Asn Asn Val Ser Ala Met Leu Val 
385 390 395 400 

etc gec egg ccg gtg acg ggc ccc egg gag tac gtg ctg gac ctg gag 
Leu Ala Arg Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu 
405 410 415 



atg gec acc atg aat tec etc atg age tac egg gec age tcx gta ctg 13 54 
Met Val Thr Met Asn Ser Leu Met Ser Tyr Ar-g Ala Ser Ser Val Leu 
420 425 430 

agg etc acc gtc ttt gta ggg gec tac acc ttc tgaggagcag gagggageca 1407 
Axg Leu Thr Val Phe Val Gly Ala Tyr Thr Phe 
435 440 

ccctccctgc agctacccta gctgaggagc ctgttgtgag gggcagaatg agaaaggcaa 14 57 

Caaagggaga aag 14 8 0 



<210> 


22 


<211> 


443 


<212> 


PRT 


<213> 


Artificial 


<223> 


Artificial 




(complete : 



human MB PI 




20 



<400> 22 

Met Leu Pro Cys Ala Ser Cys Leu Pro Gly Ser Leu Leu Leu Trp Ala 



Leu Leu Leu Leu Leu Leu Gly Ser Ala Ser Pro Gin Asp Ser Glu Glu 
20 25 30 

Pro Asp Ser Tyr Thr Glu Cys Thr As? Gly Tyr Glu Trp Asp Pro Asp 
35 40 45 

Ser Gin His Cys Arg Asp Val Asn Glu Cys Leu Thr lie Pro Glu Ala 
50 55 SO 

Cys Lys Gly Glu Met Lys Cys lie Asn His Tyr Gly Gly Tyr Leu Cys 
65 70 75 B0 

Leu Pro Arg Ser Ala Ala Val lie Asn Asp Leu His Gly Glu Gly Pro 
85 90 95 

Pro Pro Pro Val Pro Pro Ala Gin His Pro Asn Pro Cys Pro Pro Gly 
100 xos no 

Tyr Glu Pro Asp Asp Gin Asp Ser Cys Val Asp Val Asp Glu Cys Ala 
115 120 125 

Gin Ala Leu Hia Asp Cys Arg Pro Ser Gin Asp Cys His Asn Leu Pro 
130 135 140 

Gly Ser Tyr Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys He Gly Pro 
145 15C 155 ISO 

Glu Cys Val Asp lie Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg 
165 170 175 

Cys Val Asn Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe 
180 1B5 190 

Gin Leu Gly Pro Aan Asn Arg Ser Cya Val Asp Val Asn Glu Cys Asp 



1 



5 



10 



15 



195 



200 



205 




21 



Met Gly Ala Pro Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe 
210 2X5 220 

Leu Cys Arg Cys His Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser 
225 230 235 240 

Cys Ser Asp lie Asp Glu Cys Ser Tyr Ser Ser Tyr Leu Cys Gin Tyr 
245 250 255 

Arg Cys Val Asn Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly 
2S0 2S5 270 

Tyr Gin Leu Leu Ala Thr Arg Leu Cys Gin Asp lie Asp Glu Cys Glu 
275 2B0 2B5 

Ser Gly Ala His Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His 
290 2S5 300 

Gly Gly Tyr Arg Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr He 
305 310 315 320 

Gin Val Ser Glu Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys 
325 330 335 

Axg Glu Gin Pro Ser Ser lie Val His Arg Tyr Met Thr He Thr Ser 
340 345 350 

Glu Arg Ser Val Pro Ala Asp Val Phe Gin lie Gin Ala Thr Ser Val 
355 3G0 3£5 

Tyr Pro Gly Ala Tyr Asn Ala Phe Gin He Axg Ala Gly Asn Ser Gin 
370 375 380 

Gly Asp Phe Tyr He Arg Gin He Asn Asn Val Ser Ala Met Leu Val 
335 390 395 400 

Leu Ala Arg Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu 
405 410 415 

Mec Val Thr Met Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu 

420 425 430 

Arg Leu Thr Val Phe Val Gly Ala Tyr Thr Phe 



435 



440 



<210> 



23 



5 <2U> 



817 



<212> 



DNA 



<213> 



Artificial sequence 



<220> 



<223> Artificial sequence description: murine MBPl 
cDNA (partial sequence) 



gctgtggcag aaacccctga cttctgccca ccacctccca 

gcctcctgcc tccccgggtc ttfcgetgetc tgggcgtctc tgccgttgcc cttgggagca 120 

gcgcccccac aggaccccga ggagccggac agctacacgg aacgcacaga tggctatgag 180 

tgggacgcag acagccagca ctgccgggac gtcaacgagt gcctgaccat cccggaggct 240 

tgcaagggtg agacgaaacg catcaaccac tacgggggcc atttgtgtct gccccgccct 300 

gctgccgtca tcagtgatcc ccatggtgaa ggacctccac cgccagcggc ccatgctcaa 360 

caaccaaacc cttgcccgca gggcr.acgag cctgatgaac aggagagctg tgtggatgtg 420 

gacgagtgta cccaggcttt gcatgactgc cgccccagtc aggactgcca taaccctcct 480 

ggcccccacc agtgcacctg ccctgatggt taccgaaaaa. ttggacccga atgtgtggac 54 0 

atagatgagc gtcgttaccg ctattgccag caccgatgtg cgaacccgcc gggccctttt €00 

cgatgccagc gcgagccagg cctccagttg ggaccraaca accgctcttg tgtggacgcg S£0 

aatgagtgcg acacgggagc cccatgtgag cagcgccgc- tcaaccccta tgggaccttc 720 

ctgtgtcgcc gtaaccaggg ctacgagctg caccgggatg gctcctcctg cagcgatatc 780 

gatgagtgcg gccaccccag ttacctctgc cagtacc 817 

<210> 24 
<211> 24 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Artificial sequence description: sense-GAPDH 
oligonucleotide 

<400> 24 

cggagtcaac ggacttggcc gtat 24 

<210> 25 
<211> 24 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> Artificial sequence description: antisense-GAPDH 
oligonucleocide 

<400> 25 

agccttctcc atggtggtga agac 24 



<210> 26 

<211> 25 

<212> DNA 

<213> Artificial sequence 

5 

<220> 

<223> Artificial sequence description: oligonucleotide 

<400> 26 

cggttggcct tggggttcag ggggg 25 

10 

<210> 27 
<211> 21 
<212> DNA 

<213> Artificial sequence 

15 

<220> 

<223> Artificial sequence description: sense MBP1 
oligonucleotide 



20 



<4Q0> 27 

gccccgatgg ttaccgcaag a 



<210> 28 

<211> 21 

<212> DNA 

25 <213> Artificial sequence 

<220> 

<223> Artificial sequence description: antisense MBP1 
oligonucleotide 

3 0 

<400> 28 

agcccccatg gaagctgaca c 21 



<210> 29 
<211> 20 



<212> DNA 

<213> Artificial sequence 
<220> 

5 <223> Artificial sequence description: sense-actin 
oligonucleotide 



<400> 29 

Stggggcgcc ccaggcacca 



10 <210> 30 

<211> 1358 
<212> DNA 

<213> Artificial sequence 

15 . <220> 

<221> CDS 

<222> (1) . . (885) 

<220> 

20 <223> Artificial sequence description: human MBP1 
C-term fragment 

<400> 30 

tgc acc tgc cct gat ggt tac cgc aag ate ggg ccc gag tgt gcg gac 4 8 
Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro GLu Cys Val Aso 
1 5 10 15 * 

ata gac gag tgc cgc tac cgc tac tgc cag cac cgc toe ezg aac ctg 5 6 
lie Asp Glu Cys Axg Tyr Arg Tyr Cys Gin His Arg Cys Val Aan Leu 
20 25 30 

cct ggc tec ttc cgc tgc cag tgc gag ccg ggc ttc cag ctg gcg cct 144 
Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly Pro 



aac aac cgc tec tgt gtt gat gtg aac gag tgt gac acg ggg gec cca 132 
Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Gly Ala Pro 



tgc gag cag cgc cgc etc aac tec tat ggg acc ttc ctg tgt cgc tgc 24 0 
Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg Cys 



cac cag ggc tat gag ccg cat egg gat ggc ttc tec tgc age gat att 
Hxs Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp lis 



gat gag tgt age tac tec age tac etc tgt cag tac cgc tgc gtc aac 33S 
Asp Glu Cys Ser Tyx Ser Ser Tyr Leu Cy s Gin ^V 1 " A -9 C Y 5 Val Aan 
100 105 HO 

gag cca ggc cgt ttc tec tgc cac tgc cca cag ggt tac cag ctg ctg 384 
Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu Leu 
115 120 125 

gec aca cgc etc tgc caa gac att gat gag tgt gag tct ggt gcg cac 432 
Ala Thr Arg Leu Cys Gin Asp lie Asp Glu Cys Glu Ser Gly Ala His 
130 135 140 

cag cgc tec gag gec caa acc tgc gtc aac etc cat ggg ggc tac cgc 480 
Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr Arg 
145 150 155 160 

tgc gtg gac acc aac cgc tgc gtg gag ccc tac ate cag gtc tct gag 528 
Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr lie Gin Val Ser Glu 
165 170 175 

aac cgc tgt ccc tgc ccg gec tee aac ccc cca tgt cga gag cag cct 576 
Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
1B0 135 190 

tea ccc att gtg cac cgc tac acg acc acc acc teg gag egg age gcg 624 
Ser Ser He Val His Arg Tyr Met Thr lie Thr Ser Glu Arg Ser Val 
195 200 205 

ccc get gac gtg ttc cag ate cag gcg acc tec gtc tac ccc ggt gec 672 
Pro Ala Aap Val Phe Gin He Gin Ala Thr Ser Val Tyr Pro Gly Ala 
210 215 220 

tac aat gec ttt cag acc cgt get gga aac teg cag ggg gac ttt tac 720 
Tyr Asn Ala Phe Gin He Arg Ala Gly Asn Ser Gin Gly Asp Phe Tyr 
225 230 235 240 

att agg caa. ate aac aac gtc age gec atg ctg gtc etc gec egg ccg 768 
He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg Pro 
245 250 255 

gtg acg ggc ccc egg gag tac gcg ctg gac ctg gag atg gtc acc atg 816 
Val Thx Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr Met 
260 2S5 270 

aac tec etc atg age tac egg gec age tct gta ctg agg etc acc gtc 864 
Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 



tct gta ggg gcc tac acc ttc tgaggagcag gagggagcca ccctccctgc 915 
Phe Val Gly Ala Tyr Thr Phe 
290 295 

agctacccta gctgaggagc ctgctgtgag gggcagaatg agaaaggcaa taaagggaga 975 

aagaaagtcc tggtggctga ggtgggcggg tcacactgca ggaagcctca ggctggg gca 1035 

gggtggcact tgggggggca ggccaagttc acctaaatgg gggcctctac atgttcaggc 1095 

ccaggggccc ccattgacag gagctgggag ctctgcacca cgagcctcag tcaccccgag 1155 

aggagaggag gcaacgagga gggcggaccc caggccccgg cccagagatt tggacttggc 1215 

tggcetgcag gggtcctaag aaactccact CCggacagcg ccaggaggcc CtgggttCCa 12 75 

Ctcccaactc tgcctcaaac tgtacatttg gataagccct agtagttccc Cg ggcctgtt 13 3 5 

tttctataaa acgaggcaac tgg 1358 

<210> 31 
<211> 295 
<212> PRT 

<213> Artificial sequence 

<223> Artificial sequence description: human MBP1 
C-term fragment 



<400> 31 

Cys Thr Cys Pro Asp Gly Tyr Arg 

1 5 

lie Asp Glu Cys Arc Tyr Arc Tyr 
20 

Pro Gly Ser Phe Arg Cys Gin Cys 

35 40 

Asn Asn Arg Ser Cys Val Asp Va.1 
50 55 

Cys Glu Gin Arg Cys Phe Asn Ser 

55 70 

His Gin Gly Tyr Glu Leu Kis Axg 
85 

Asp Glu Cys Ser Tyr Ser Ser Tyr 
100 

Glu Pro Gly Arg Phe Ser Cys His 
115 120 

Ala Thr Arg Leu Cys Gin Asp He 
130 135 




27 



Lys He Gly Pro Glu Cys Val Asp 
10 15 

Cys Gin His Arg Cys Val Asn Leu 
25 30 

Glu Pro Gly Phe Gin Leu Gly Pro 
45 

Asn Glu Cys Asp Met Gly Ala Pro 
60 

Tyr Gly Thr Phe Leu Cys Arg Cys 
75 80 

Asp Gly Phe Ser Cys Ser Asp He 
90 95 

Leu Cys Gin Tyr Arg Cys Val Asn 
105 110 

Cys Pro Gin Gly Tyr Gin Leu Leu 
125 

Asp Glu Cys Glu Ser Gly Ala His 
140 



Gin Cys Ser Glu Ala Gin Thr Cy3 Val Asn Phe His Gly Gly Tyr Arg 



28 



Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr He Gin Val Ser Glu 
165 170 175 

Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
ISO 185 190 

Ser Ser lie Val His Arg Tyr Met Thr He Thr Ser Glu Arg Ser Val 
195 200 2Q5 

Pro Ala Asp val Phe Gin He Gin Ala Thr Ser Val Tyr Pro Gly Ala 
210 215 220 

Tyr Asn Ala Phe Gin He Arg Ala Gly Asn Ser Gin Gly Asp Phe Tyr 
225 230 235 " 240 

He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg Pro 
245 250 255 

Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr Met 
26C 265 270 

Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 



Phe Val Gly Ala Tyr Thr Phe 

290 295 

<210> 32 

<211> 1663 

<212> DNA 

5 <213> Artificial sequence 

<220> 

<221> CDS 

<222> (1) . . (999) 

10 

<220> 

<223> Artificial sequence description: murine fibulin 
2 c-term fragment 



gag ggc tct gaa tgt gtg gat gtg aat gag tgt gag aca ggt gtg cat 
Glu Gly Ser Giu Cys Val Asp Val Asn Glu Cys Glu Thr Gly Val His 



cgc tgt ggc gag ggc caa ctg tgc tat aac etc cct gga tec tac cgc 
Arg Cys Gly Glu Gly Gin Leu Cys Tyr Asn Leu Pro Gly Ser Tyr Arg 



tgt gac tgc aag ccc ggc ttc cag agg gat gca ttc ggc agg act tgc 
Cys Asp Cys Lys Pro Gly Phe Gin Arg Asp Ala Phe Gly Axg Thr Cys 



att gat gtg aac gaa tgc tgg gtc teg ccg ggc cgc ctg tgc cag cac 152 
lie Asp Val Asn Glu Cys Trp Val Ser Pro Gly Arg Leu Cys Gin Kis 



30 



aca tgt gag aac aca ccg ggc tec tac cgc tgc tec tgc get get ggc 
Thr Cys Glu Asn Thr Pro Gly Ser Tyr Arg Cys Ser Cys Ala Ala Gly 



etc etc ttg gec gca gat ggc aaa cat tgt gaa gat gtg aac gag tgc 
Phe Leu Leu Ala Ala Asp Gly Lys His Cys Glu Asp Val Asn Glu Cys 



gag act egg cgc tgc age cag gaa tgt gec aac ate tat ggc tec tat 
Glu Thr Arg Arg Cys Ser Gin Glu Cys Ala Asn lie Tyr Gly Ser Tyr 
100 105 no 

cag tgc tac tgc cgt cag ggc tac cag ctg gca gag gat ggg cat acc 
Gin Cys Tyr Cys Arg Gin Gly Tyr Gin Leu Ala Glu Asp Gly His Thr 
115 120 125 

tgc aca gac ate gat gag tgt gca cag ggc gcg ggc att etc tgt acc 
Cys Thr Asp lie Asp Glu Cys Ala Gin Gly Ala Gly lie Leu Cys Thr 
130 135 140 

ttc cgc tgt gtc aac gtg cct ggg age tac cag tgt gca tgc cca gag 
Phe Arg Cys Val Asn Val Pro Gly Ser Tyr Gin Cys Ala Cys Pro Glu 
145 ISO 155 ISO 

caa ggg tat aca atg atg gec aac ggg agg tec tgc aag gac ctg gat 
Gin Gly Tyr Thr Met Met Ala Asn Gly Arg Ser Cys Lys Asp Leu Asp 
1S5 170 175 

gag tgt gca ctg ggc acc cac aac tgc tct gag get gag acc tgc cac 
Glu Cys Ala Leu Gly Thr His Asn Cys Ser Glu Ala Glu Thr Cys His 
180 185 190 

aat ate cag ggg agt tec cgc tgc ctg cgc ttt gat tgt cca ccc aac 
Asn lie Gin Gly Ser Phe Arg Cys Leu Arg Phe Asp Cys Pro Pro Asn 
195 200 205 

tat gtc cgt gtc tea caa acg aag tgc gag cgc acc aca tgc cag gat 
Tyr Val Arg Val Ser Gin Thr Lys Cys Glu Arg Thr Thr Cys Gin Asp 
210 215 220 

ate acg gaa tgt caa acc tea cca get cgc ate acg cac tac cag etc 
lie Thr Glu Cys Gin Thr Ser Pro Ala Arg He Thr His Tyr Gin Leu 
225 230 235 240 

aat ttc cag aca ggc eta ctg gta cct gca cat ate ttc cgc ate ggc 
Asn Phe Gin Thr Gly Leu Leu Val Pro Ala Kis He Phe Arg He Gly 

245 250 255 

cct get ccc gec ttt get ggg gac acc ate tec ctg acc ate acg aag 
Pro Ala Pro Ala Phe Ala Gly Asp Thr He Ser Leu Thr He Thr Lys 
250 265 - 270 

ggc aat gag gag ggc tac ttc gtc aca cgc aga etc aat gee tac act 
Gly Asn Glu Glu Gly Tyr Phe Val Thr Arg Arg Leu Asn Ala Tyr Thr 

275 230 285 

ggt gtg gta tec ctg cag egg tct gtt ctg gag ccg egg gac ttt gee 




31 



Gly Val Val Ser Leu Gin Arg Ser Val Leu Git 
290 295 



Pro Arg Asp Phe Ala 
300 



eta gat gtg gag acg aag ctt tgg cgc cag ggc 
Leu Asp Val Glu Met Lys Leu Trp Arg Gin Gly 
305 310 315 



tct gtc act acc ttc 
Ser Val Thr Thr Phe 
320 



960 



ctg gec aag atg tac acc etc ttc acc act ttt 
Leu Ala Lys Met Tyr He Phe Phe Thr Thr Phe 
325 330 



gec cca tgaggtgaca 
Ala Pro 



1009 



tgtcaggcaa tccctccagg tgatgcctgg gcggtgggca gctgcgccac tcctaagtgg 10S9 
etttttgetg tgactctgta acttaactta ateatgetga gctggttggt cctgagcctc 1129 
taccctagag ggagggagat gcaccccagc aggcactgag tacaggecag ggtcacccga 118 9 
ggetagatgg tgacctgcaa actggaaaca gecatagggg gcttctgaac tccactcctc 1249 
aactatggct acagctgaca ttccattccc tcatccactg tgttcctcaa ttaaaaaaaa 1309 
aaaccagctg tgcatggtag cacagacctc taatcctagc actggggagg cagaggcagg 1369 
tagatctctg agttccaggc cagcctggtc tacactggga gttctaacca gecagagcta 1429 
catagagaga ccctatctca acaaggaaaa aacgaaagaa atctctgtga gttccaggcc 148 9 
agectggtet aegctgggag ttctaaccag ccagagctac atagagagat cctatctcaa 1549 
caaggaaaaa tgaaagaaat cattttaaaa ggttctcttt tttgctgttg ttgtttaacg ISO 9 
ataagagtag cacatacaca ctattaaaaa tgatcaaata gcacagaaag gtta 1653 

<210> 33 
<211> 333 
5 <212> PRT 

<213> Artificial sequence 

<223> Artificial sequence description: murine fibulin 
2 c-term fragment 



m 
ru 

M 

w 
m 



ft 



Glu Thr Arg Arg Cys Ser Gin Glu Cys Ala Asn He Tyr Gly Ser Tyr 
100 105 110 

Gin Cys Tyr Cys Arg Gin Gly Tyr Gin Leu Ala Glu Asp Gly His Thr 
US 120 125 

Cys Thr Asp lie Asp Glu Cys Ala Gin Gly Ala Gly He Leu Cys Thr 

3-30 135 X40 

Phe Arg Cys Val Asn Val Pro Gly Ser Tyr Gin Cys Ala Cys Pro Glu 
145 150 155 iso 

Gin Gly Tyr Thx Met Met Ala Asn Gly Arg Ser Cys Lys Asp Leu Asp 
165 no 175 

Glu Cys Ala Leu Gly Thr His Asn Cys Ser Glu Ala Glu Thr Cya His 
180 is5 ISO 

Asn He Gin Gly Ser Phe Arg Cys Leu Arg Phe Asp Cys Pro Pro Asn 
195 200 205 

Tyr Val Arg Val Ser Gin Thr Lys Cys Glu Arg Thr Thr Cys Gin Asp 
210 215 220 

He Thr Glu Cys Gin Thr Ser Pro Ala Arg He Thr His Tyr Gin Leu 
225 230 235 240 

Asn Phe Gin Thr Gly Leu Leu Val Pro Ala His He Phe Arg He Gly 
245 250 255 

Pro Ala Pro Ala Phe Ala Gly Asp Thr He Ser Leu Thr lie Thr Lys 
260 2S5 270 

Gly Asrv Glu Glu Gly Tyr Phe Val Thr Arc Arg Leu Asn Ala Tyr Thr 
275 280 285 

Gly Val Val Ser Leu Gin Arg Ser Val Leu Glu Pro Are Asp Phe Ala 
290 295 300 

Leu Asp Val Glu Met Lys Leu Trp Arg Gin Gly Ser Val Thr Thr Phe 
3 °5 310 315 320 



Leu Ala Lys Met Tyr He Phe Phe Thr Thr Phe Ala Pro 
325 330 



